Key indicators: single-crystal X-ray study; T = 123 K; mean (C-C) = 0.002 Å; R factor = 0.041; wR factor = 0.096; data-to-parameter ratio = 37.0.
In the title compound, C 11 H 8 Cl 2 N 2 OS, the mean plane of the dichlorophenyl ring is twisted by 79.7 (7) from that of the thiazole ring. In the crystal, molecules are linked via pairs of N-HÁ Á ÁN hydrogen bonds, forming inversion dimers which stack along the a-axis direction.
Related literature
For the structural similarity of N-substituted 2-arylacetamides to the lateral chain of natural benzylpenicillin, see: Mijin & Marinkovic (2006) ; Mijin et al. (2008) . For the coordination abilities of amides, see: Wu et al. (2008 Wu et al. ( , 2010 . For related structures, see: Fun et al. (2012a,b,c,d,e ); Butcher et al. (2013a,b) . For standard bond lengths, see: Allen et al. (1987) .
Experimental
Crystal data C 11 H 8 Cl 2 N 2 OS M r = 287.15 Triclinic, P1 a = 7.1278 (4) Å b = 8.4434 (4) Å c = 10.3637 (6) Å = 95.341 (4) = 106.140 (5) = 96.745 (4) V = 589.80 (6) Å 3 Z = 2 Mo K radiation = 0.71 mm À1 T = 123 K 0.3 Â 0.2 Â 0.1 mm Data collection Agilent Xcalibur (Ruby, Gemini) diffractometer Absorption correction: multi-scan (CrysAlis RED; Agilent, 2012) T min = 0.909, T max = 1.000 10674 measured reflections 5881 independent reflections 4481 reflections with I > 2(I) R int = 0.025 Refinement R[F 2 > 2(F 2 )] = 0.041 wR(F 2 ) = 0.096 S = 1.05 5881 reflections 159 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.63 e Å À3 Á min = À0.30 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). (14) 173.9 (17) Symmetry code: (i) Àx þ 1; Ày þ 2; Àz þ 1.
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL.
BN thanks the UGC for financial assistance through a BSR one-time grant for the purchase of chemicals. PSN thanks Mangalore University for research facilities and the DST-PURSE financial assistance. RJB acknowledges the NSF-MRI program (grant No. CHE-0619278) for funds to purchase the X-ray diffractometer. (Mijin et al., 2006 (Mijin et al., , 2008 . Amides are also used as ligands due to their excellent coordination abilities (Wu et al., 2008 (Wu et al., , 2010 . Crystal structures of some acetamide derivatives viz., (2,2- (Butcher et al., 2013a,b) have been reported. In view of the importance of amides, we report herein the crystal structure of the title compound, C 11 H 8 Cl 2 N 2 OS, (I).
In (I), the mean plane of the dichlorophenyl ring is twisted by 79.7 (7)° from that of the thiazol ring ( Fig. 1 ). Bond lengths are in normal ranges (Allen et al., 1987) In the crystal, intermolecular N-H···N hydrogen bonds forming a R2,2(8) graph-set orientation are observed (Table 1) Experimental 2,6-Dichlorophenylacetic acid (0.240 g, 1 mmol) and 2-aminothiazole (0.1 g, 1 mmol), 1-ethyl-3-(3-dimethylaminopropyl)-carbodiimide hydrochloride (1.0 g, 0.01 mol) and were dissolved in dichloromethane (20 mL). The mixture was stirred in presence of triethylamine at 273 K for about 3 h. The contents were poured into 100 ml of ice-cold aqueous hydrochloric acid with stirring, which was extracted thrice with dichloromethane ( Fig. 3 ). The organic layer was washed with saturated NaHCO 3 solution and brine solution, dried and concentrated under reduced pressure to give the title compound (I). Single crystals were grown from methanol and acetone mixture (1:1) by the slow evaporation method (M.P.: 489-491K).
Refinement
All of the H atoms were placed in their calculated positions and then refined using the riding model with Atom-H lengths of 0.95Å (CH) or 0.99Å (CH 2 ). Isotropic displacement parameters for these atoms were set to 1.18-1.23 (CH, CH 2 ) times U eq of the parent atom.
Computing details
Data collection: CrysAlis PRO (Agilent, 2012) ; cell refinement: CrysAlis PRO (Agilent, 2012) ; data reduction: CrysAlis PRO (Agilent, 2012) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL (Sheldrick, 2008) . Reaction scheme. Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
2-(2,6-Dichlorophenyl)-N-(1,3-thiazol-2-yl)acetamide

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.07341 (5) 0.70227 ( (5) 0.0020 (4) 0.0055 (4) −0.0044 (4) C6 0.0157 (5) 0.0141 (4) 0.0145 (5) 0.0027 (4) 0.0058 (4) −0.0002 (4) C7 0.0160 (5) 0.0153 (5) 0.0148 (5) −0.0007 (4) 0.0068 (4) −0.0029 (4) C8 0.0171 (5) 0.0136 (4) 0.0132 (5) 0.0005 (4) 0.0057 (4) −0.0014 (4) C9 0.0157 (5) 0.0124 (4) 0.0127 (4) 0.0008 (4) 0.0060 (4) 0.0007 (4) C10 0.0230 (6) 0.0153 (5) 0.0196 (5) 0.0024 (4) 0.0117 (5) −0.0009 (4) C11 0.0200 (6) 0.0192 (5) 0.0190 (5) 0.0018 (4) 0.0119 (5) 0.0001 (4) Geometric parameters (Å, º) S1-C11 1.7212 (13) C2-C3 1.3901 (18) S1-C9 1.7306 (11 
